Assessing the information content of short time series expression data.
Due to experimental constraints, the sampling of biological system with microarray data is severely constrained. In similar fashion to sampling theory of signals, the under-sampling of a system oftentimes leads to sub-optimal results from which it is difficult to draw proper conclusions. In our work we create a mathematical framework which will show that the sampling methodology for short time series microarray data may lead to data whose ability to distinguish non-random behavior within the biological system is severely constrained.